To amplify the full-length HA segment, we used three different combinations of primers, based on the predetermined terminal sequences of the vRNA segments of each virus:
HA-1-21F-T/HA-1754-1776R-T were used for UT3040I/II, UT31312I/II/III, UT31394I/II, and UT36250I/II; HA-1-21F-T/HA-1754-1776R-C were used for UT31413I/II; and HA-1-21F-C/HA-1754-1776R-T were used for UT36282I/II and UT36285I/II. ‡
The HA genes of UT3040I and UT36250I are 1779 nt in length because of three additional nucleotides at the multibasic cleavage site.
Technical Appendix Table 2 UT31394I  2008 Jan 17  12  3  6  10  5  3  11  8  5  0  2  1   UT31394II  2008 Jan 17  6  1  3  2  4  0  4  3  4  0  1  0   UT31413I  2008 Feb 13  0  0  9  2  5  5  1  0  6  3  4  0   UT31413II  2008 Feb 13  0  1  0  3  0  1  5  8  0  0  2  0   UT36250I  2010 Mar 10  12  8  9  7  11  4  14  1  7  0  3  0   UT36250II  2010 Mar 11  0  0  NA  NA  NA  NA  6  2  NA  NA  1  0   UT36282I  2010 Apr 1  3  3  2  5  1  2  3  2  2  1  0  0   UT36282II  2010 Apr 3  2  2  1  3  2  2  5  7  3  3  8  4   UT36285I  2010 Apr 4  0  1  NA  NA  0  1  0  0  0  0  0  0   UT36285II  2010 Apr 8  3  2  NA  NA  3  2  NA  NA  1  0  0 Technical Appendix Table 2 . List of sialosides used for glycan arrays
68
Gn/3'SLN/3'SLN-TriN 'empty' vector, UT36250I-NS1, and/or UT36250I-NS1-124M (**p < 0.01; one-way ANOVA followed by Tukey's post-hoc test; N.S.: not significant).
